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DETAILED ACTION 
Status of the Application 
[1] Claims 1 , 4-6, 9, 12-1 5, and 17-30 are pending in the application. 
[2] Applicant's amendment to the claims, filed on 7/5/2006, is acknowledged. This 
listing of the claims replaces all prior versions and listings of the claims. 
[3] Applicant's amendment to the specification, filed on 7/5/2006, is acknowledged. 
[4] Applicant's amendment to the drawing figures, filed on 7/5/2006, is 
acknowledged. 

[5] Receipt of an information disclosure statement, filed on 4/3/2006, is 
acknowledged. 

[6] Applicant's arguments filed on 7/5/2006 in response to the Office action mailed 
on 4/4/2006 have been fully considered and are deemed to be persuasive to overcome 
the rejections and/or objections previously applied. Rejections and/or objections not 
reiterated from previous office actions are hereby withdrawn. 

[7] The text of those sections of Title 35 U.S. Code not included in the instant action 
can be found in a prior Office action. 

Information Disclosure Statement 
[8] With the exception of reference AB, all references cited in the information 
disclosure statement, filed on 4/3/2006, have been considered by the examiner. 
Reference AB has been lined through as it is a duplicate of reference A cited on Form 
PTO-892 attached to the Office action mailed on 4/4/2006. 
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Sequence Compliance 

[9] This application contains sequence disclosures that are encompassed by the 
definitions for nucleotide and/or amino acid sequences set forth in 37 CFR 1 .821 (a)(1 ) 
and (a)(2). However, this application fails to comply with the requirements of 37 
CFR 1.821 through 1 .825; applicants' attention is directed to the final rulemaking notice 
published at 55 FR 18230 (May 1, 1990), and 1114 OG 29 (May 15, 1990). To be in 
compliance, applicants should identify nucleotide sequences of at least 10 nucleotides 
and amino acid sequences of at least 4 amino acids in the specification by a proper 
sequence identifier, i.e., "SEQ ID NO:" (see MPEP 2422.01). If these sequences have 
not been listed in the computer readable form and paper copy of the sequence listing, 
applicant must provide an initial computer readable form (CRF) copy of the "Sequence 
Listing", an initial paper copy of the "Sequence Listing", as well as an amendment 
directing its entry into the specification, and a statement that the content of the paper 
and CRF copies are the same and, where applicable, include no new matter as required 
by 37 C.F.R. 1.821(e) or 1.821(f) or 1.821(g) or 1.821(b) or 1.825(d). See particularly 
the disclosed Figure 3 of the specification containing a list of atomic coordinates 
representing the disclosure of an amino acid sequence. When a sequence is presented 
in a drawing, regardless of the format or the manner of presentation of that sequence 
in the drawing, the sequence must still be included in the Sequence Listing and the 
sequence identifier ("SEQ ID NO:X") must be used, either in the drawing or in the Brief 
Description of the Drawings. See MPEP § 2422.02. 
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Claim Rejections - 35 USC § 101 

[10] Claim 30 is rejected under 35 U.S.C. 101 because the claimed invention is 
directed to non-statutory subject matter. The claim drawn to a composition comprising a 
protein consisting of residues 125-391 of SEQ ID NO:1. The term "composition" in claim 
30 can be interpreted to be a polypeptide and thus claim 30 can be interpreted as 
meaning a polypeptide comprising a protein consisting of residues 125-391 of SEQ ID 
NO:1 . The claim reads on a product of nature and should be amended to indicate the 
hand of the inventor, e.g., by insertion of "purified" or "isolated." See MPEP § 2105. 

Claim Rejections • 35 USC §112, First Paragraph 
[11] The written description rejection of claim(s) 1 , 4-6, 9, and 12-15 under 35 
U.S.C. 112, first paragraph, is maintained for the reasons of record and the reasons 
stated below. The rejection was fully explained in the prior Office action. Claims 17 and 
26-30 are included in the instant rejection for reasons that follow. Thus, claims 1 , 4-6, 9, 
12-15, 17, and 26-30 are rejected. 

RESPONSE TO ARGUMENT: Applicant argues the claims as amended are all 
drawn to compositions and methods using residues 125-391 of SEQ ID NO:1, which 
has been crystallized by applicant, or SEQ ID NO:3, both of which are shown in Figure 
1 . According to applicant, the rejection is overcome by this amendment. 

Applicant's argument is not found persuasive. The examiner maintains the 
position that the specification fails to describe all crystallized proteins as encompassed 
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by the claims. While the amendment to the claims limits the polypeptide of the 
composition, the recitation of "crystalline form" in claim 1 fails to distinguish the claimed 
genus of proteins in crystalline form from others, it does not specifically define any of 
the crystalline forms that fall within its definition, and it does not define any structural 
features commonly possessed by members of the genus of proteins in crystalline form 
that distinguish them from others. One skilled in the art therefore cannot, as one can do 
with a fully described genus, visualize or recognize the identity of the members of the 
genus of proteins in crystalline form. In this case, the structure of the genus of proteins 
in crystalline form is completely undefined. 

Applicant appears to take the position that by virtue of limiting the polypeptide of 
the crystalline form to residues 125-391 of SEQ ID NO:1 , the genus of proteins in 
crystalline form is adequately described, however, it is well-known in the art that a single 
polypeptide can have a plurality of distinct crystal forms, which one cannot predict a 
priori (see, e.g., Aleshin et al. FEBS Lett 434:42-46, 1998). Thus, as noted in the prior 
Office action, the genus of proteins in crystalline form encompasses species that are 
widely variant, encompassing species of crystal species of unliganded and liganded 
forms of residues 125-391 of SEQ ID NO:1 , wherein the liganded form is in complex 
with any ligand. In this case, the specification discloses only a single representative 
species of the genus of recited protein crystals, i.e., a crystal of residues 125-391 of 
SEQ ID NO:1 in complex with ATPpS having the space group symmetry P6i22 and 
having vector lengths a=b=80.45 A, and c=172.18 A (p. 24, Table 6), which diffracts X- 
rays to a resolution of 1 .9 A (specification at pp. 24-25, Table 6), and only a single 
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method for its crystallization, i.e., the method disclosed at p. 48, fflf [00198] and [0199] 
of the specification. Other than these single species, the specification fails to describe 
any other crystals of a protein consisting of residues 125-391 of SEQ ID NO:1 or 
methods for crystallization thereof as encompassed by the claims. MPEP § 2163 states 
"[f]or inventions in an unpredictable art, adequate written description of a genus which 
embraces widely variant species cannot be achieved by disclosing only one species 
within the genus." As such, the single disclosed species of crystals of a protein 
consisting of residues 125-391 of SEQ ID NO:1 and the single disclosed species of 
methods for making said crystal fail to describe all crystals and methods as 
encompassed by the claims. 

It is noted that claims 4-6 limit the resolution, space group symmetry, or the unit 
cell dimensions of the crystalline form of claim 1. However, even these claims 
encompass widely variant species, considering that, while a crystal may diffract X-rays 
to a resolution of a resolution of 1 .9 A, the space group and unit cell dimensions are 
completely undefined, or while a crystal may have space group P6i22, the unit cell 
dimensions are completely undefined, or while a crystal may have unit cell dimensions 
of vector lengths a=80.45 A, b=80.45 A, and c=172.18 A, the space group, which 
defines the symmetry of the crystal, is completely undefined. As such, the combination 
of these characteristics is required for adequate description of a protein crystal. 

Claims 17 and 30 have been included in the instant rejection. According to MPEP 
§2111, "[d]uring patent examination, the pending claims must be 'given their broadest 
reasonable interpretation consistent with the specification.'" Although not expressly 
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stated or defined in the specification, the "composition" of claims 17 and 30 has been 
interpreted as encompassing a composition comprising a protein in crystalline form, 
particularly as the instant application is directed to protein crystals. In this case, the 
specification fails to disclose even a single representative species of a crystal of SEQ ID 
NO:3. Even assuming arguendo the specification disclosed such a representative 
species, the specification would still fail to adequately describe all protein crystals of 
SEQ ID NO:3 for reasons noted above addressing claim 1. While applicant may argue 
that because of the similarity in sequence between residues 125-391 of SEQ ID NO:1 
and SEQ ID NO:3 a crystal of SEQ ID NO:3 would have the same space group and unit 
cell dimensions, there is no way to predict a priori the space group and unit cell 
dimensions of a protein, as evidenced by the references of Kierzek et al. (cited in the 
prior Office action; see cited relevant teachings) and Buts et al. (Acta Crystallogr. D., 
vol. 61, pages 1149-1159, 2005), which teaches that even a single amino acid mutation 
can alter the space group symmetry and unit cell dimensions of a crystallized protein. 
The specification fails to describe the composition of claim 30 for reasons noted above 
addressing claim 1 . 

It is also noted that claims 15 and 26-29 recite a genus of protein crystal 
structures of residues 125-391 of SEQ ID NO:1 . In this case, the specification discloses 
only a single crystal structure of residues 125-391 of SEQ ID NO:1, i.e., the 3-D 
structure of residues 125-391 of SEQ ID NO:1 having the structural coordinates of 
Figure 3. Other than this single disclosed species, the specification fails to describe any 
other protein crystal structure of residues 125-391 of SEQ ID NO:1 , which 
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encompasses widely variant species, including any 3-D conformation of residues 125- 
391 of SEQ ID NO:1 , either liganded or unliganded. As noted by Aleshin et al. (supra), a 
single polypeptide can have multiple conformations (see particularly p. 43, right column 
and Figure 1). As stated above, MPEP § 2163 states "[f]or inventions in an 
unpredictable art, adequate written description of a genus which embraces widely 
variant species cannot be achieved by disclosing only one species within the genus." As 
such, the single disclosed species of protein crystal structures of residues 125-391 of 
SEQ ID NO:1 fails to describe all protein crystal structures as encompassed by the 
claims. 

[12] The scope of enablement rejection of claim(s) 1,4-6, 9, and 12-1 5 under 35 
U.S.C. 112, first paragraph, is maintained for the reasons of record and the reasons 
stated below. The rejection was fully explained in the prior Office action. Claims 17 and 
26-30 are included in the instant rejection. Thus, claims 1,4-6, 9, 12-15, 17, and 26-30 
are rejected. 

RESPONSE TO ARGUMENT: Applicant argues the claims as amended are all 
drawn to compositions and methods using residues 125-391 of SEQ ID NO:1, which 
has been crystallized by applicant, or SEQ ID NO:3, both of which are shown in Figure 
1 . According to applicant, the rejection is overcome by this amendment. 

Applicant's argument is not found persuasive. The examiner maintains the 
position that the specification fails to enable all crystals and methods as broadly 
encompassed by the claims. While the examiner acknowledges the amendment to limit 
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the polypeptide of the crystal or method to residues 125-391 of SEQ ID NO:1 , claims 1 , 
4, 17, and 30 nonetheless broadly encompass all crystals of residues 125-391 of SEQ 
ID NO:1 (claims 1,4, and 30) or SEQ ID NO:3 (claim 17), unliganded or complexed with 
any ligand, having any space group, and any unit cell dimensions. While claims 4-6 limit 
the resolution, space group symmetry, or the unit cell dimensions of the crystalline form, 
it is noted that, while a crystal may diffract X-rays to a resolution of a resolution of 1 .9 A, 
the space group and unit cell dimensions are completely undefined, or while a crystal 
may have space group P6i22, the unit cell dimensions are completely undefined, or 
while a crystal may have unit cell dimensions of a=80.45 A, b=80.45 A, and c=172.18 A, 
the space group, which defines the symmetry of the crystal, is completely undefined. 
Claim 9 broadly encompasses all methods of crystallizing residues 41 1-686 of SEQ ID 
NO:1 under any crystallization conditions. Claims 15 and 26-29 broadly encompass all 
protein crystal structures obtained from said crystal, having any conformation, including 
homology models, and their use in any method considered to be "rational drug design" 
for identifying an entity that associates with the protein, and optionally measuring any 
activity of the protein when contacted with the entity. The specification discloses only a 
single working example of the claimed crystal, i.e., a crystal of residues 125-391 of SEQ 
ID NO:1 in complex with ATPyS having the space group symmetry P6i22 and having 
vector lengths a=b=80.45 A, and c=172.18 A (p. 24, Table 6), which diffracts X-rays to a 
resolution of 1 .9 A (specification at pp. 24-25, Table 6), only a single method for its 
crystallization, i.e., the method disclosed at p. 48, ffll [00198] and [0199] of the 
specification, only a single working example of the recited protein crystal structure, i.e., 



Application/Control Number: 1 0/601 ,01 1 Page 1 0 

Art Unit: 1656 

the 3-D structure of residues 125-391 of SEQ ID NO:1 in complex with ATPkS having 
the structural coordinates of Figure 3, and only a single method of "rational drug 
design," i.e., using the structure of residues 125-391 of SEQ ID NO:1 in complex with 
ATPkS having the structural coordinates of Figure 3 to perform a fitting operation 
between an entity and the computer model and analyzing the results of the fitting 
operation to quantify the association between the entity and the model, and only one 
"activity" of the protein that can be measured, i.e., kinase activity. The specification fails 
to disclose any other working examples or guidance for making other protein crystals of 
residues 125-391 of SEQ ID NO:1 or SEQ ID NO:3 under any other conditions with an 
expectation of obtaining diffraction-quality crystals. Further, the specification fails to 
disclose any other working examples of guidance for making any other protein crystal 
structure of residues 125-391 of SEQ ID NO:1 with an expectation that the 3-D structure 
represents a biologically-relevant conformation so that the structure can be used in 
accordance with the asserted utility of determining the 3-D structure of Aurora kinase 
and the design of small molecule inhibitors (p. 2, paragraphs [0006] and [0007]). As 
noted in the prior Office action - and undisputed by application - the state of the art at 
the time of the invention acknowledges a high level of unpredictability for making a 
protein crystal. For example, the reference of Branden et al. ("Introduction to Protein 
Structure Second Edition", Garland Publishing Inc., New York, 1999; cited in the prior 
Office action) teaches that "[c]rystallization is usually quite difficult to achieve" (p. 375) 
and that "[w]ell-ordered crystals... are difficult to grow because globular protein 
molecules are large, spherical, or ellipsoidal objects with irregular surfaces, and it is 



Application/Control Number: 1 0/601 ,01 1 Page 1 1 

Art Unit: 1656 

impossible to pack them into a crystal without forming large holes or channels between 
the individual molecules" (p. 374). Further, regarding the resolution of a structure, 
Branden et al. teaches that "the structures of only a few small proteins have been 
determined" at a resolution as low as 1 Angstrom (p. 382, middle), which is 
encompassed by the claims. Also, Drenth et al. ("Principles of X-ray Crystallography," 
Springer, New York, 1995; cited in the prior Office action) teaches that "[t]he science of 
protein crystallization is an underdeveloped area" and "[p]rotein crystallization is mainly 
a trial-and-error procedure" (p. 1). One cannot predict a priori those conditions that will 
lead to the successful crystallization of a diffraction-quality crystal nor can one predict 
the space group symmetry or unit cell dimensions of the resulting crystal. As stated 
above, even a single polypeptide can have multiple crystal forms, however, what form 
will result from which particular crystallization conditions - if any - remains highly 
unpredictable as evidenced by the state of the art at the time of the invention. While 
applicant may argue that because of the similarity in sequence between residues 125- 
391 of SEQ ID NO:1 and SEQ ID NO:3, a crystal of SEQ ID NO:3 would have the same 
space group and unit cell dimensions, there is no way to predict a priori the space group 
and unit cell dimensions of a protein, as evidenced by the references of Kierzek et al. 
(cited in the prior Office action; see cited relevant teachings) and Buts et al. (Acta 
Crystallogr. D., vol. 61 , pages 1 149-1 1 59, 2005), which teaches that even a single 
amino acid mutation can alter the space group symmetry and unit cell dimensions of a 
crystallized protein. Further, it is noted that the use of homology models for identifying 
binding partners is highly unpredictable as evidenced by the reference of Lambert et al. 
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(US Patent Application Publication 2004/0137518), which teaches that "[potential or 
existent homology models cannot provide the necessary degree of specificity" in the in 
silico design of modulators (p. 3, ^[0017]). While methods of protein crystallography 
were known at the time of the invention, it was not routine in the art to make all 
polypeptide crystals as encompassed by the claims and screen for those that are 
diffraction-quality under any crystallization conditions as encompassed by the claims, 
diffract those crystals, and to determine those polypeptide crystal structures that 
represent biologically-relevant macromolecules. 

In view of the overly broad scope of the claims, the lack of guidance and working 
examples provided in the specification, the high level of unpredictability as evidenced by 
the prior art, and the amount of experimentation required to make and use all crystals 
and make and use all three-dimensional structures and methods of "rational drug 
design" as broadly encompassed by the claims, undue experimentation would be 
necessary for a skilled artisan to make and use the entire scope of the claimed 
invention. 



Claim Rejections - 35 USC § 102 
[13] Claim 30 is rejected under 35 U.S.C. 102(b) as being anticipated by Plowman et 
al. (US Patent 5,962,312). 

The claim is drawn to a composition comprising a protein consisting of residues 
125-391 of SEQ ID NO:1 . The term "composition" in claim 30 can be interpreted as a 
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polypeptide and thus claim 30 can be interpreted as meaning a polypeptide comprising 
a protein consisting of residues 125-391 of SEQ ID NO:1. 

The reference of Plowman et al. teaches a polypeptide, SEQ ID NO:4, that 
comprises amino acids 125-391 of SEQ ID NO:1 herein (see Appendix A). This 
anticipates claim 30 as written. 



Examiner Comment/Clarification 
[14] It is noted that claims 1 and 9 have been amended to recite "residues 125-391 of 
SEQ ID NO:1 ," wherein the original claim recites the range of residues 126-388 of SEQ 
ID NO:1. MPEP § 2163 states, "when filing an amendment an applicant should show 
support in the original disclosure for new or amended claims" (MPEP 8 th Ed., October 
2006 Revision at pp. 2100-176 and 2100-183). Although applicant fails to "show 
support" for the amended range of amino acids as required by MPEP § 2163, the 
amendment does not raise the issue of new matter as the range of amino acids 125-391 
of SEQ ID NO:1 is supported in the original application at, e.g., p. 2, paragraph [008]. 
[15] The term "composition" in claim 17 can be interpreted as a polypeptide and thus 
claim 17 can be interpreted as meaning a polypeptide comprising a protein consisting of 
SEQ ID NO:3. Although the claim does not expressly recite "purified" or "isolated" with 
respect to the recited "composition," the "composition" of claim 17 has not been rejected 
under 35 U.S.C. 101 as claiming non-statutory subject matter. It is noted that the protein 
of SEQ ID NO:3 has an N-terminus that does not appear to be naturally-occurring (see 
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specification at p. 47, paragraph [00196]), and thus the protein sequence itself is 
inherently indicative of the hand of the inventor. 



Conclusion 

[1 6] Status of the claims: 

• Claims 1 , 4-6, 9, 12-15, and 17-30 are pending. 

• Claims 1 8-25 are withdrawn from further consideration. 

• Claims 1 , 4-6, 9, 1 2-1 5, 1 7, and 26-30 are rejected. 

• No claim is in condition for allowance. 

Any inquiry concerning this communication or earlier communications from the 
examiner should be directed to David J. Steadman whose telephone number is 571- 
272-0942. The examiner can normally be reached on Mon to Fri, 7:30 am to 4:00 pm. 

If attempts to reach the examiner by telephone are unsuccessful, the examiner's 
supervisor, Kathleen Kerr can be reached on 571-272-0931. The fax phone number for 
the organization where this application or proceeding is assigned is 571-273-8300. 

Information regarding the status of an application may be obtained from the 
Patent Application Information Retrieval (PAIR) system. Status information for 
published applications may be obtained from either Private PAIR or Public PAIR. 
Status information for unpublished applications is available through Private PAIR only. 
For more information about the PAIR system, see http://pair-direct.uspto.gov. Should 
you have questions on access to the Private PAIR system, contact the Electronic 
Business Center (EBC) at 866-217-9197 (toll-free). ^^-^ 

David J. Steadman, Ph.D. 
Primary Examiner 
Art Unit 1656 
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APPENDIX A 



Seql is amino acids 125-391 of SEQ ID NO:l 

Seq2 is SEQ ID NO:4 of Plowman et al., US Patent 5,962,312 



Full-length alignment between two sequences 

»Seq2 (1105 aa) 

S-w opt: 4673 Z-SCOre: 5728.9 bits: 1071.2 E(): 0 
Smith-Waterman score: 4673; 100.000% identity (100.000% ungapped) in 730 aa overlap (1-730:341- 
1070) 

10 20 30 

Seql L YS ARGG LNTRP ALALEG LAS P PHEGL I LE 

Seq2 LEALAS ERLYSGLNLYSASNGLGLS ERLYS LYS ARGG LNTRP ALALEG LAS P PHEGL I LE 
320 330 340 350 360 370 

40 50 60 70 80 90 

Seql GLYARG PRLEGLYLYSGLYLYS PHEGLYASNVALTYRLEALAARGGLLYSGLNSERLYS P 



Seq2 GLYARG PRLEGLYLYSGLYLYS PHEGLYASNVALTYRLEALAARGGLLYSGLNSERLYSP 
380 390 400 410 420 430 

100 110 120 130 140 150 

Seql HEILELEALALELYSVALLEPHELYSALAGIjNLEGLLYSALAGLYVALGLHISGLNLEAR 



Seq2 HEILELEALALELYSVALLEPHELYSALAGLNLEGLLYSALAGLYVALGLHISGLNLEAR 
440 450 460 470 480 490 

160 170 180 190 200 210 

Seql GARGGLVALGLILEGLNSERHISLEARGHISPRASNILELEARGLETYRGLYTYRPHEHI 



Seq2 GARGGLVALGLILEGLNSERHISLEARGHISPRASNILELEARGLETYRGLYTYRPHEHI 
500 510 520 530 540 550 

220 230 240 250 260 270 

Seql S AS PALATHRARGVALTYRLE I LELEGLTYRALAPRLEGLYTHRVALTYRARGGLLEGLN 



S eq2 S AS PALATHRARGVALTYRLE I LELEGLTYRALAPRLEGLYTHRVALTYRARGGLLEGLN 
560 570 580 590 600 610 

280 290 300 310 320 330 

Seql LYS LES ERLYS PHEAS PGLGLNARGTHRALATHRTYR I LETHRG LLEALAAS NALALE S E 



Seq2 LYSLESERLYSPHEASPGLGLNARGTHRALATHRTYRILETHRGLLEALAASNALALESE 
620 630 640 650 660 670 

340 350 360 370 380 390 

Seql RTYRCYSH I S S ERLYSARGVAL I LEH I S ARGAS P I LELYS PRGLASNLELELEGLYSERA 



Seq2 RTYRCYSH I SSERLYSARGVAL I LEH I SARGAS PI LELYS PRGLASNLELELEGLYSERA 
680 690 700 710 720 730 

400 410 420 430 440 450 

Seql LAGLYGLLELYSILEALAASPPHEGLYTRPSERVALHISALAPRSERSERARGARGTHRT 



Seq2 LAGLYGLLELYSILEALAASPPHEGLYTRPSERVALHISALAPRSERSERARGARGTHRT 
740 750 760 770 780 790 

460 470 480 490 500 510 

Seql HRLECYSGLYTHRLEAS PTYRLE PRPRGLMET I LEGLG L YARGMETH I S AS PGLLYS VAL 



Seq2 HRLECYSGLYTHRLEAS PTYRLE PRPRGLMET I LEG LGLYARGMETH I SAS PGLLYS VAL 
800 810 820 830 840 850 
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520 530 540 550 560 570 

Seql ASPLETRPSERLEGLYVALLECYSTYRGLPHELEVALGLYLYSPRPRPHEGLAIiAASNTH 

Seq2 AS PLETRPSERLEGLYVALLECYSTYRGLPHELEVALGLYLYS PRPRPHEGLALAASNTH 
860 870 880 890 900 910 

580 590 600 610 620 630 

Seql RTYRGLNGLTHRTYRLYS ARG I LE S ERARGVALGL PHETHRPHE PRAS P PHEVALTHRGL 

Seq2 RTYRGLNGLTHRTYRLYSARGI LESERARGVALGLPHETHRPHEPRAS PPHEVALTHRGL 
920 930 940 950 960 970 

640 650 660 670 680 690 

Seql GLYALAARGASPLEILESERARGLELELYSHISASNPRSERGLNARGPRMETLEARGGLV 

Seq2 GLYALAARGASPLEILESERARGLELELYSHISASNPRSERGLNARGPRMETLEARGGLV 
980 990 1000 1010 1020 1030 

700 710 720 730 

Seql ALLEGLHISPRTRPILETHRALAASNSERSERLYSPRSER 



Seq2 ALLEGLHISPRTRPILETHRAIiAASNSERSERLYSPRSERASNCYSGLNASNLYSGLSER 
1040 1050 1060 1070 1080 1090 

Seq2 ALASERLYSGLNSER 
1100 



